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Supplemental Fig. S41. Retrieving orphan reads against the reference genome from 117 publicly available
pig genome resequencing data36-38, Summary of mapping ratio (a) and unmapped reads (b) against the
reference genome. For OEA reads, only one end was counted. Depth (c) and coverage (d) of the orphan reads
against the intact scaffolds that harboured missing genes across ten assemblies (~636.38 Mb per assembly). (e)
Accession numbers of 117 publicly available pig genomes. Of which, 6 wild boars and 41 domestic pigs in China
(~27.29 x depth coverage of reference genome; ~3.91 Gb orphan reads per individual; ~14.43 x depth coverage
of missing genes embedded scaffolds) were subjected to selective sweep screen. The rest of 70 individuals
(including 10 Korean wild boars and 60 European/ North American domestic pigs) with the relatively lower depth
coverage (~15.87 x depth coverage of reference genome; ~2.60 Gb orphan reads per individual; ~6.99 x depth
coverage of missing gene embedded scaffolds) were used to investigate regional genotypic pattern at certain loci

of interest.



